Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; R factor = 0.048; wR factor = 0.131; data-to-parameter ratio = 14.0.
Related literature
For general background to and pharmaceutical applications of pyrimidinones, see: Ghorab et al. (2000) ; Shivarama Holla et al. (2004) ; Stefani et al. (2006) . For related structures, see: Fun et al. (2009); Chitra et al. (2009) . For asymmetry parameters, see: Duax & Norton (1975 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry codes: (i) Àx þ 1; Ày þ 1; Àz þ 1; (ii) Àx þ 1 2 ; y þ 1 2 ; Àz þ 3 2 .
Data collection: CrysAlis PRO (Oxford Diffraction, 2010); cell refinement: CrysAlis PRO; data reduction: CrysAlis RED (Oxford Diffraction, 2010); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012); software used to prepare material for publication: PLATON (Spek, 2009 anti-inflammatory and antihypertensive (Ghorab et al., 2000; Shivarama Holla et al., 2004) . Dihydropyrimidin-2(1H)ones can also be used as antioxidant agents (Stefani et al., 2006) . This paper reports the crystal structure of the title dihydropyrimidinone derivative.
In the title compound ( Fig.1 ) all bond lengths and angles are normal and correspond to those observed in related structures (Fun et al., 2009; Chitra et al., 2009) . The dihydropyrimidine ring adopts a sofa conformation (ΔC s (C4) = 5.436) (Duax & Norton, 1975) and the plane of the five essentially coplanar atoms (C5/C6/N1/C2/N3) of this ring (maximum deviation -0.045 (2) Å for all atoms) forms a dihedral angle of 85.98 (6)° and 60.63 (6)° with fluorophenyl and benzene ring respectively. In the crystal, N1-H1···O2 hydrogen bonds link molecules into dimers that are further connected by N3-H3···O1 and (Table 1) interactions into two dimensional supramolecular structure (Fig. 2) . 
Experimental

Refinement
All H atoms were positioned geometrically and were treated as riding on their parent atoms, with C-H distances of 0.93-0.98 Å and N-H distances of 0.86 Å with U iso (H) = 1.2U eq (C/N). 
Computing details
Special details
Experimental. CrysAlisPro, Oxford Diffraction Ltd., Version 1.171.34.40 Empirical absorption correction using spherical harmonics, implemented in SCALE3 ABSPACK scaling algorithm. Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 0.39760 (11) 0.04963 (17 
